. Analysis of the complete mtDNA sequences shows that none of the coding region mutations defining these two haplogroups overlap with the known Indian or East Asian mtDNA haplogroups (1) (2) (3) (4) (5) . In our survey of È6500 mtDNA sequences from mainland India, none of the M lineages carried the coding region mutations specific to M31 and M32 (6) . Furthermore, none of the haplogroup M complete sequences reported so far share any of the mutations that define M31 and M32, suggesting that these two haplogroups are likely to have evolved in situ on these islands.
Our previous studies have shown that all Eurasian and Oceanian founder haplogroupsmitochondrial M, N, and R and Y-chromosomal C, D, and F-coexist in South Asia, suggesting their comigration along the southern coastal route in one wave after the exit of modern humans from Africa (1, (3) (4) (5) . Because the Andaman Negrito populations carry only one mitochondrial founder haplogroup (M) and only one Y-chromosomal haplogroup (D), it is tempting to relate this phylogeographic pattern with a one-haplogroup-one-migration scenario. However, the shallow phylogenetic time depths of M31 and M32 in Onge and Great Andamanese populations (Fig. 1) more likely reflect the effect of genetic drift in these extremely small populations. Therefore, it is not surprising that the founding mtDNA haplogroups N* and R* and Y-chromosomal haplogroups C and F may have completely disappeared from the extant Andaman and Nicobar islanders.
Most Nicobarese mtDNA lineages belong to either of the two common haplogroups B and F (1), which are specific to East Asia. All four Nicobarese B5a sequences clustered together in a branch defined by three coding region substitutions (at nucleotide positions 11881, 13145, and 13395) ( fig. S1) (7) . The low variation observed both in control and coding region sequences implies that these lineages among Nicobarese coalesce to their most recent common ancestor within the past couple of thousand years. The phylogenetic analysis of a Nicobarese F sequence clustered it into haplogroup F1a1a1. This subclade of haplogroup F has been observed in China (8), Malaysia, and Thailand (9), confirming a Southeast Asian origin of this lineage in Nicobarese. Relatively older coalescence times for the most recent common ancestors of Nicobarese and Southeast Asian B5a1 and F1a1a1 lineages (Fig. 1) are based on only a few samples from Southeast Asia. Therefore, these coalescence times reflect the time of the origin of these lineages in mainland Southeast Asia rather than the time of their migration to the Nicobar Islands.
Our data indicate that two ancient maternal lineages, M31 and M32 in the Onge and the Great Andamanese, have evolved in the Andaman Islands independently from other South and Southeast Asian populations. These lineages have likely been isolated since the initial penetration of the northern coastal areas of the Indian Ocean by anatomically modern humans, in their out-of-Africa migration È50 to 70 thousand years ago. In contrast, the Nicobarese show a close genetic relation with populations in Southeast Asia, suggesting their recent arrival from the east during the past 18 thousand years. 
; a mutation rate of 1.26 Â 10 j8 was used for other haplogroups estimated from the present data (7, 10). 
